Next-generation sequencing is now a mature technology, allowing partial animal genomes to be produced for many clades. Though many software exist for genome assembly and annotation, a simple pipeline that allows researchers to input raw sequencing reads in fastq format and allow the retrieval 
Introduction
With more than a decade of existence, next-generation sequencing is a mature technology and has proven its revolutionary impact to XXI century biology (van Dijk et al., 2014; Koboldt et al., 2013) . It has been used worldwide to allow the quick production of high and low coverage genomic sequences from a broad spectrum of organisms (Zhao et If the appropriate GenBank reference file is provided, mitoMaker can also be used to assemble and annotate other organellar genomes, such as chloroplasts and other plastids.
We strongly recommend that the user double-checks each feature provided by mitoMaker by visual inspection using Artemis (Carver et al., 2012) or any other genome visualization software in order to resolve inconsistencies that may be present in the start and end positions of genes.
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Conclusion
mitoMaker is an easy-to-use pipeline for animal mitogenome assembly and annotation. It uses well-known software and internal algorithms, automatically integrating applications in order to provide thoroughly analysed mitogenomes. mitoMaker reduces considerably the amount of expert time and effort required to perform the assembly and annotation of whole mitochondria based on shotgun, genomic NGS data.
Acknowledgements
We 
August, 2018
Schomaker-Bastos and Prosdocimi, 2018 mitoMaker: automatic assembly and annotation of mitogenomes 8
Two months after the refusal, the undergraduate student Alex Schomaker Bastos that developed the software and conducted most assemblies and annotations tests was shot dead in a violent robbery happened in Rio de Janeiro on January, 2015.
Alex was a brilliant, dedicated and creative student. He was very much interested in Bioinformatics, algorithm development and he was also great teacher, with a genuine interest in educate the younger students. We were very much shocked with his decease and this manuscript has been in drawer since them.
With the current possibility of publishing this work as a preprint, I decided to send it for publishing as homage to Alex's memory.
Mitomaker have been extensively used in our laboratory to assemble and annotate dozens of complete mitochondrial genomes from different animals. Although it keeps working, it is nowadays out of date because newer versions of genome assemblers have been produced. Nevertheless, the annotator script originally developed by Alex from the mitoMaker package and named GeneChecker.py (it is available at the sourceforge link provided in the abstract) is still in usage and it is probably the most efficient and quick annotator for mitochondrial genomes available worldwide.
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